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1
METHODS AND KITS FOR REDUCING
NON-SPECIFIC NUCLEIC ACID
AMPLIFICATION

CROSS-REFERENCE TO RELATED
APPLICATIONS

This application claims the benefit of U.S. Provisional
Application No. 61/599,119, filed on Feb. 15, 2012, which is
herein incorporated by reference in its entirety.

FIELD OF THE INVENTION

The disclosure generally relates to methods and kits for the
amplification of target nucleic acids of interest. The methods
and compositions described herein promote the amplification
of the desired target nucleic acid through the use of novel
primers, thereby reducing the production of undesirable
amplification products (e.g., primer-dimers and chimeric
nucleic acids).

BACKGROUND

A variety of techniques are currently available for efficient
amplification of nucleic acids even from a few molecules of a
starting nucleic acid template. These include polymerase
chain reaction (PCR), ligase chain reaction (LCR), self-sus-
tained sequence replication (3SR), nucleic acid sequence
based amplification (NASBA), strand displacement amplifi-
cation (SDA), multiple displacement amplification (MDA),
and rolling circle amplification (RCA). Many of these tech-
niques involve an exponential amplification of the starting
nucleic acid template and are able to generate a large number
of' amplified products quickly. Kits for the amplification of a
target nucleic acid are commercially available (e.g., Genomi-
Phi™ (General Electric, Inc.) and RepliG™ (Qiagen, Inc.),
but improvements to these methods would be advantageous.

Nucleic acid amplification techniques are often employed
in nucleic acid-based assays used for analyte detection, sens-
ing, forensic and diagnostic applications, genome sequenc-
ing, whole-genome amplification, and the like. Such applica-
tions often require amplification techniques having high
specificity, sensitivity, accuracy, and robustness. Most of the
currently available techniques for nucleic acid amplification,
however, suffer from high background signals, which are
generated by non-specific amplification reactions yielding
unwanted amplification products. These non-specific ampli-
fication reactions hinder effective utilization of many of these
techniques in critical nucleic acid-based assays. For example,
use of a traditional amplification reaction may produce a
false-positive result, thereby leading to an incorrect diagno-
sis. Such non-specific, background amplification reactions
become even more problematic when only trace amounts of
the target nucleic acid to be amplified are available (e.g.,
whole-genome amplification from a single DNA molecule).

Non-specific, background amplification reactions may be
due to, for example, amplification of a contaminating nucleic
acid sequence in the sample, primer-dimer formation, or pro-
duction of chimeric nucleic acids (e.g., resulting from self-
hybridization of the desired nucleic acid products). A fre-
quent source of non-specific amplification in a nucleic acid
amplification reaction results from various undesirable
primer interactions. A primer may hybridize to regions of a
nucleic acid in either a target nucleic acid or in a contaminat-
ing nucleic acid that share some homology with a portion of
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the target nucleic acid. If the 3' end of a primer has sufficient
homology to an untargeted region, this region may be ampli-
fied.

Non-specific amplification may also result from unin-
tended nucleic acid template-independent primer-primer
interactions. Primers may form primer-dimer structures by
intra- or inter-strand primer annealing (e.g., intra-molecular
or inter-molecular hybridizations), resulting in amplification
of unwanted nucleic acids. The resultant spurious primer
extension products may be further amplified and may at times
predominate, inhibit, or mask the desired amplification of'the
targeted sequence. Moreover, the amplification products may
self-hybridize, allowing the nucleic acid polymerase to gen-
erate hybrid products or chimeric products during the ampli-
fication reaction.

For priming DNA synthesis, current MDA formulations
often utilize random hexamers with the sequence
5'-NNNNN*N, where “N” represents a deoxyadeno sine
(dA), deoxycytidine (dC), deoxyguano sine (dG), or deox-
ythymidine (dT) and “*” represents a phosphorothioate link-
age.

Constrained-randomized hexamer primers that cannot
cross-hybridize via intra- or inter-molecular hybridization
(e.g., Rg, where R=A/G) have been used for suppressing
primer-dimer structure formation during nucleic acid ampli-
fication. These constrained-randomized primers, however,
impart considerable bias in nucleic acid amplification reac-
tion. Such primers are also of limited use for sequence-non-
specific or sequence-non-biased nucleic acid amplification
reactions (e.g., whole genome or unknown nucleic acid
sequence amplification).

For priming DNA synthesis, MDA formulations frequently
utilize random hexamers with the sequence 5'-NNNNN*N,
where “N” represents a deoxyadenosine (dA), deoxycytidine
(dC), deoxyguanosine (dG), or deoxythymidine (dT) and “*”
represents a phosphorothioate linkage. One solution to mini-
mizing competing non-target nucleic acid (i.e., template
DNA) amplification is to modify the oligonucleotide primers
in such a way as to inhibit their ability to anneal with one
another.

Previous research to overcome the issues associated with
nucleic acid amplification using random hexamer primers
described above includes those methods and kits disclosed in
U.S. Pat. No. 7,993,839 (issued Aug. 9, 2011). The tech-
niques described in this patent include but are not limited to
the use of primers that are hexamers of the general structure
5-+W+WNNN*S-3', where “+” precedes a locked nucleic
acid base (i.e., “an LNA base”; for example, +A=an adenos-
ine LNA molecule), “W” represents a mixture of only dA and
dT, and “S” represents a mixture of only dC and dG. The “*”
represents a phosphorothioate linkage between the two nucle-
otides. Since “W” bases are unable to stably pair with “S”
bases, the formation of the oligonucleotide duplex is inhib-
ited, which leads to decreased amplification of non-template
nucleic acids. These methods and kits may be referred to as
“SD GenomiPhi.”

One improvement to the speed and sensitivity of MDA
when amplifying trace nucleic acid samples is the incorpora-
tion of LNAs into the oligonucleotide primers. LNAs are a
class of conformationally restricted nucleotide analogues that
serve to increase the speed, efficiency, and stability of base
pairing, thereby promoting the hybridization of the modified
oligonucleotides to their target sequences in the nucleic acid
of interest. For each LNA monomer incorporated into an
oligonucleotide primer, the duplex melting temperature (T,,)
is increased by 2-8° C. Theincrease in T, of the duplex allows
the MDA reaction to be performed under more stringent
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conditions, such as at a higher temperature or with a lower
concentration of salt (e.g., 15 mM KCl as opposed to the 75
mM KCI used in traditional amplification reactions with
unmodified primers). While the kinetics of amplification
using MDA are dramatically increased by incorporation of
LNAs into the random primers, one drawback is that the
hexamers also anneal to each other more efficiently, leading
to amplification of unwanted nucleic acids (e.g., primer-
dimers).

The problems associated with the undesirable amplifica-
tion of non-target nucleic acids have also been approached
from the standpoint of removing contaminating nucleic acids
from reagents and reagent solutions used in nucleic acid
amplification methods. Kits and methods for generating
nucleic acid contaminant-free reagents and reagent solutions
for use in nucleic acid amplification are disclosed in U.S.
Patent Application Publication No. 2009/0155859. Such
methods include processing of polymerase solutions, nucle-
otide solutions, and primer solutions to render contaminating
nucleic acids inert. The methods employ the proofreading
activity of the polymerase and/or exonucleases to decontami-
nate the reagents and reagent solutions. The methods
described in U.S. Patent Application Publication No. 2009/
0155859 may attimes be referred to as “Clean GenomiPhi” or
“Clean GPhi.”

Despite these advancements, there remains a need for
developing more efficient nucleic acid amplification methods
that have lower bias in terms of sequence coverage and pro-
duce lower levels of non-specific, background amplification.
Development of primers for nucleic acid amplification with-
out sequence bias that also reduce primer-primer interaction
and minimize the production of chimeric nucleic acids (e.g.,
unwanted nucleic acid products resulting from the annealing
of'the hexamer primers to the target nucleic acid amplification
products) is needed in the art.

BRIEF DESCRIPTION

The present application provides methods and composi-
tions for amplification of target nucleic acids. Without intend-
ing to be limited to a particular mechanism of action, the
methods disclosed herein are believed to more efficiently
amplify the desired target nucleic acid (e.g., “DNA template”
or “nucleic acid template™) through the use of modified prim-
ers designed to minimize or prevent the production of
unwanted primer-dimers and chimeric products observed
with other nucleic acid amplification methods and kits. The
methods described herein utilize a novel primer design
method to avoid the production of spurious nucleic acid
amplification products. For example, in one embodiment ran-
dom hexamers comprising 2-amino-deoxyadenosine
(2-amino-dA) and 2-thio-deoxythymidine (2-thio-dT) are
produced and used in a nucleic acid amplification reaction
(e.g., MDA). The methods and kits described herein may be
referred to as “AT GenomiPhi”

In one aspect of the invention, these modified hexamers are
of the general formula: +N+N(atN)(atN)(atN)*N, wherein
“+” precedes an LNA base, as described above, and (atN)
represents a random mixture of 2-amino-dA, dC, dG, and
2-thio-dT. The hexamers used in another aspect of this dis-
closure comprise: (atN)(atN)(atN)(atN)(atN)*N, wherein the
notations are consistent between these two hexamer designs.
As described in greater detail below, the use of these hexam-
ers in nucleic acid amplification techniques addresses the
minimizes or eliminates the problems associated with the
production of primer-dimer formation and chimeric nucleic
acids observed in traditional methods by inhibiting the ability
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of the random hexamers to anneal with one another, by
increasing the melting T,, of the primers, improving the bind-
ing efficiency of the hexamer to the target nucleic acid via the
addition of LNAs and 2-amino-dA to the primers, and pre-
venting annealing of the target DNA to itself through the
incorporation of 2-thio-dT into the random hexamers. More-
over, these primer modifications, which increase their bind-
ing strength to the target nucleic acid, permit the utilization of
more stringent hybridization buffers that further minimize the
likelihood of the production of primer-dimers and chimeric
nucleic acid products.

DRAWINGS

These and other features, aspects, and advantages of the
chemically modified porous membranes will become better
understood when the following detailed description is read
with reference to the accompanying drawings in which like
characters represent like parts throughout the drawings,
wherein:

FIG. 1 depicts the base pairing combination of: 1) 2-amino-
deoxyadenosine (2-amino-dA) and 2-thio-deoxythymidine
(2-thio-dT) and 2) 2-amino-dA and unmodified T. While the
2-amino-dA/2-thio-dT pairing is very unstable, the 2-amino-
dA/T pairing is actually more stable than a standard A/T
pairing.

FIG. 2 depicts the improvements to the standard Genomi-
Phi™ formulation were the addition of the enzymatic clean-
ing reaction, adjustment of the potassium chloride concentra-
tion, and the composition of the random hexamer
oligonucleotide. The abbreviations used in this figure are as
follows: N=random base; *=phosphorothioate linkage; +,
precedes LNA base; W=only the bases A or T; S=only the
bases C or G.

FIG. 3A provides the results of amplification reactions of
dilution series of Bacillus subtilis chromosomal DNA or a no
nucleic acid control (NTC) that were performed using the
standard GenomiPhi™ kit or utilizing the “cleaned” Genomi-
Phi, SD GenomiPhi, or AT GenomiPhi formulations. The
threshold time for DNA amplification signal to increase over
background for each reaction was plotted out versus the
amount of DNA added as input template into the reaction.
FIG. 3B provides the results of amplification reactions of
Bacillus subtilis chromosomal DNA that were performed
using the standard GenomiPhi™ kit using the hexamer
sequence NNNN*N*N and 75 mM KCl, the “cleaned”
GenomiPhi SD, or the GenomiPhi AT formulations, as
described herein above. A no template control was also per-
formed (NTC). Details are set forth in Example 1.

FIG. 4A provides the results of whole Bacillus subtilis
genome amplification reactions from the indicated amounts
of chromosomal DNA. A no template control was also per-
formed (NTC). Details are set forth in Example 3 below. The
legend for this figure is as follows: 1) solid line open square:
NNNN*N*N (where * indicates a phosphorothioate linkage),
2) solid line solid triangle: (atN)(atN)(atN)(atN)*(atN)*N
(where a mixture of random bases in which: 2-amino-A is
substituted for A, 2-thio-T is substituted for T), 3) solid line
open triangle: +N+N+N+N+N*, 4) dotted line open diamond
+N+N(atN)(atN)(atN)*N, 5) solid line open circle: WWN+
N+N*S, and 6) solid line solid circle + W+ WNNN*S. FIG.
4B summarizes the data in bar graph format.

FIG. 5 provides the coverage level determined for each 100
base pair window of the genome and GC content of windows
or the amplification reactions in FIG. 2. The coverage level
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was plotted against the fractional coverage of windows that
had that GC content. Details of this example are set forth
below in Example 3.

FIG. 6 A provides the results from amplification reactions
of E. coli chromosomal DNA performed using the improved
AT GenomiPhi method. A no template control was also per-
formed (NTC). Additional details are set forth in Example 4.
FIG. 6B summarizes the analysis of performed by PCR. FIG.
6C provides a histogram of coverage levels, the percent of
reads mapped, and genome coverage levels. Experimental
details are disclosed in Example 4.

DETAILED DESCRIPTION

Nucleic acid-based assays involving single molecule DNA
amplification or whole-genome amplification demand highly
efficient nucleic acid amplification methods that have high
yield, high fidelity and have little bias in terms of sequence
coverage. A variety of methods that are currently available for
use include, but are not limited to, polymerase chain reaction
(PCR), ligase chain reaction (LCR), self-sustained sequence
replication (3SR), nucleic acid sequence based amplification
(NASBA), strand displacement amplification (SDA), and
rolling circle amplification (RCA). Isothermal nucleic acid
amplification reactions such as rolling circle amplification
(RCA), or multiple displacement amplification (MDA)
employing random primers are more adaptable than tempera-
ture-dependent nucleic acid amplification reaction (e.g.,
PCR) for such applications. However, these methods often
yield a dominant background signal due to undesired non-
specific nucleic acid amplification reactions, especially when
the concentration of target nucleic acid template is low (e.g.,
below 1 ng).

The methods and kits described herein are intended to
efficiently amplify target nucleic acids with the additional
advantage of reducing non-specific amplification of non-tar-
get nucleic acids (e.g., primer-dimers, chimeric nucleic acid
products, etc.) that are observed with other methods of
nucleic acid amplification. Without intending to be limited to
a particular mechanism of action, the disclosed methods
accomplish these goals by the incorporation of nucleotide
analogue bases that increase T,, (e.g., the inclusion of each
2-amino-dA base in the hexamer increases the T,, by approxi-
mately 3° C.) or prevent undesirable primer-dimer formation.
In certain embodiments, 2-amino-deoxyadenosine (2-amino-
dA), 2-thio-deoxythymidine (2-thio-dT), or other nucleotide
analogues of interest are incorporated into the random hex-
amers used for amplification of the target nucleic acid. As
shown in FIG. 1, nucleotide analogues bases do not stably
pair with each other due to steric hindrance (e.g., 2-amino-dA
forms only one hydrogen bond with 2-thio-dT as opposed to
the three hydrogen bonds observed with the unmodified dA
and dT), formation of unwanted nucleic acid duplexes is
significantly reduced, thereby leading to the overall inhibition
of'non-target nucleic acid amplification. In fact, the inclusion
of these nucleotide analogue bases actually improves the
ability of the primers to hybridize to the target nucleic acid
because 2-amino-dA forms three hydrogen bonds with
unmodified deoxythymidine (dT) and, similarly, 2-thio-dT
forms a normal stable pair with its unmodified partner (i.e.,
deoxyadenosine (dA)).

When combined with one or more LNA nucleotides, the
methods set forth herein produce even more robust results.
For each LNA nucleotide incorporated into an oligonucle-
otide primer, increases the T,, by 2-8° C. The use of the
modified nucleotides analogues bases and LNA nucleotides
also permits the use of more stringent hybridization buffers,
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thereby further decreasing the production of unwanted non-
target nucleic acid amplification. Moreover, higher tempera-
tures and lower salt concentrations can also be used in the
nucleic acid amplification reaction to facilitate the amplifica-
tion of specific target nucleic acids of interest.

Definitions

To more clearly and concisely describe and point out the

subject matter of the claimed invention, the following defini-
tions are provided for specific terms, which are used in the
following description and the appended claims. Throughout
the specification, exemplification of specific terms should be
considered as non-limiting examples.
The singular forms “a”, “an” and “the” include plural ref-
erents unless the context clearly dictates otherwise. Approxi-
mating language, as used herein throughout the specification
and claims, may be applied to modify any quantitative repre-
sentation that could permissibly vary without resulting in a
change in the basic function to which it is related. Accord-
ingly, a value modified by a term such as “about” is not to be
limited to the precise value specified. In some instances, the
approximating language may correspond to the precision of
an instrument for measuring the value. Similarly, “free” may
be used in combination with a term, and may include an
insubstantial number, or trace amounts while still being con-
sidered free of the modified term. Where necessary, ranges
have been supplied, and those ranges are inclusive of all
sub-ranges there between.

As used herein, the term “nucleoside” refers to a glycosy-
lamine compound wherein a nucleic acid base (e.g., nucleo-
base) is linked to a sugar moiety. The nucleic acid base may be
a natural nucleobase or a modified or synthetic nucleobase.
The nucleic acid base includes, but is not limited to, a purine
base (e.g., adenine or guanine), a pyrimidine (e.g., cytosine,
uracil, or thymine), or a deazapurine base. The nucleic acid
base may be linked to the 1' position, or at an equivalent
position of a pentose (e.g., a ribose or a deoxyribose) sugar
moiety. The sugar moiety includes, but is not limited to, a
natural sugar, a sugar substitute (e.g., a carbocyclic or an
acyclic moiety), a substituted sugar, or a modified sugar (e.g.,
bicyclic furanose unit as in LNA nucleotide). The nucleoside
may contain a 2'-hydroxyl, 2'-deoxy, or 2',3'-dideoxy forms of
the sugar moiety.

As used herein the terms “nucleotide” or “nucleotide base”
refer to a nucleoside phosphate. It includes, but is not limited
to, a natural nucleotide, a synthetic nucleotide, a modified
nucleotide, or a surrogate replacement moiety (e.g., inosine).
The nucleoside phosphate may be a nucleoside monophos-
phate, a nucleoside diphosphate or a nucleoside triphosphate.
The sugar moiety in the nucleoside phosphate may be a pen-
tose sugar, such as ribose, and the phosphate esterification site
may correspond to the hydroxyl group attached to the C-5
position of the pentose sugar of the nucleoside. A nucleotide
may be, but is not limited to, a deoxyribonucleoside triphos-
phate (dNTP) or a ribonucleoside triphosphate (NTP). The
nucleotides may be represented using alphabetical letters (let-
ter designation), as described in Table 1. For example, A
denotes adenosine (i.e., a nucleotide containing the nucleo-
base, adenine), C denotes cytosine, G denotes guanosine, and
T denotes thymidine. W denotes either A or T/U, and S
denotes either G or C. N represents a random nucleotide (i.e.,
N may be any of A, C, G, or T/U). A plus (+) sign preceding
a letter designation denotes that the nucleotide designated by
the letter is a LNA nucleotide. For example, +A represents an
adenosine LNA nucleotide, and +N represents a locked ran-
dom nucleotide (a random LNA nucleotide). A star (*) sign
preceding a letter designation denotes that the nucleotide
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designated by the letter is a phosphorothioate modified nucle-
otide. For example, *N represents a phosphorothioate modi-
fied random nucleotide.

As used herein, the term “nucleotide analogue™ refers to
modified compounds that are structurally similar to naturally
occurring nucleotides. The nucleotide analogue may have an
altered phosphorothioate backbone, sugar moiety, nucleo-
base, or combinations thereof. Generally, nucleotide ana-
logues with altered nucleobases confer, among other things,
different base pairing and base stacking proprieties. Nucle-
otide analogues having altered phosphate-sugar backbone
(e.g., PNA, LNA, etc.) often modity, among other things, the
chain properties such as secondary structure formation. At
times in the instant application, the terms “nucleotide ana-
logue,” “nucleotide analogue base,” “modified nucleotide
base,” or “modified base” may be used interchangeably.

Any nucleotide analogue that minimizes or prevents the
amplification of a non-target nucleic acid may be used in the
practice of the invention. In addition to those nucleotide ana-
logues described above, a variety of nucleotide analogues
with the desired abilities are well known to those of skill in the
art. See, for example, U.S. Pat. No. 5,912,340; International
Publication No. WO 2010/021702; and Hoshika et al. (2010)
Angew. Chem. Int. Ed. 49:5554-5557, all of which are herein
incorporated by reference in their entirety. Such nucleotide
analogues include but are not limited to “self-avoiding
molecular recognition systems” (SAMRS). SAMRS as
described by Hoshika et al. are based on 2-thiothymine,
2-aminopurine, hypoxanthine, and N4-ethylcytosine as T*,
A*, G*, and C*. When these are introduced individually into
a reference DNA duplex, the corresponding SAMRS:stan-
dard pairs contributed to duplex stability to the same extent as
anA:T pair. The SAMRS:SAMRS pair contributed less to the
stability of the reference duplex than the corresponding
SAMRS:standard pair. Hoshika et al. (2010) Angew. Chem.
Int. Ed. 49:5554-5557.

2 <

TABLE 1

Letter designations of various nucleotides

Symbol Letter Nucleotide

AorCorT/U
GorT/UorC
GorCorA
GorAorT/U
GorAorT/UorC

ZUWEENREXRCOAEQ

As used herein, the term “LNA (Locked Nucleic Acid)
nucleotide” refers to anucleotide analogue, wherein the sugar
moiety of the nucleotide contains a bicyclic furanose unit
locked in a ribonucleic acid (RNA)-mimicking sugar confor-
mation. The structural change from a deoxyribonucleotide (or
a ribonucleotide) to the LNA nucleotide is limited from a
chemical perspective, namely the introduction of an addi-
tional linkage between carbon atoms at 2' position and 4'
position (e.g., 2'-C, 4'-C-oxymethylene linkage; see, for
example, Singh, S. K., et. al., Chem. Comm., 4, 455-456,
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1998, or Koshkin, A. A, et. al., Tetrahedron, 54, 3607-3630,
1998.)). The 2' and 4' position of the furanose unit in the LNA
nucleotide may be linked by an O-methylene (e.g., oxy-LNA:
2'-0, 4'-C-methylene-f-D-ribofuranosyl nucleotide), an
S-methylene (thio-LNA), or a NH-methylene moiety (amino-
LNA), and the like. Such linkages restrict the conformational
freedom of the furanose ring. LNA oligonucleotides display
enhanced hybridization affinity toward complementary
single-stranded RNA, and complementary single- or double-
stranded DNA. The LNA oligonucleotides may induce
A-type (RNA-like) duplex conformations.

As used herein, the term “oligonucleotide” refers to oligo-
mers of nucleotides or derivatives thereof. The term “nucleic
acid” as used herein refers to polymers of nucleotides or
derivatives thereof. A “target nucleic acid or “nucleic acid
template” means the particular sequence that is intended and
desired to be amplified. The term “sequence” as used herein
refers to a nucleotide sequence of an oligonucleotide or a
nucleic acid. Throughout the specification, whenever an oli-
gonucleotide/nucleic acid is represented by a sequence of
letters, the nucleotides are in 5'—3' order from left to right.
For example, an oligonucleotide represented by a letter
sequence (W) (N),(S),, wherein x=2, y=3 and z=1, repre-
sents an oligonucleotide sequence WWNNNS, wherein W is
the 5' terminal nucleotide and S is the 3' terminal nucleotide.
The oligonucleotides/nucleic acids may be a DNA, an RNA,
or their analogues (e.g., a phosphorothioate analogue). The
oligonucleotides or nucleic acids may also include modified
bases, and/or backbones (e.g., a modified phosphate linkage
or modified sugar moiety). Non-limiting examples of syn-
thetic backbones that confer stability and/or other advantages
to the nucleic acids may include phosphorothioate linkages,
peptide nucleic acid, locked nucleic acid, xylose nucleic acid,
or analogues thereof.

As used herein, the term “terminal nucleotide” refers to a
nucleotide that is located at a terminal position of an oligo-
nucleotide sequence. The terminal nucleotide that is located
ata 3' terminal position is referred as a 3' terminal nucleotide,
and the terminal nucleotide that is located at a 5' terminal
position is referred as a 5' terminal nucleotide. The nucleotide
adjacent to the terminal nucleotide refers to a nucleotide that
is located at a penultimate position from the terminal position.

As used herein, the term “primer”, or “primer sequence”
refers to a short linear oligonucleotide that hybridizes to a
target nucleic acid sequence (e.g., a DNA template to be
amplified) to prime a nucleic acid synthesis reaction. The
primer may be an RNA oligonucleotide, a DNA oligonucle-
otide, or a chimeric sequence. The primer may contain natu-
ral, synthetic, or nucleotide analogues (e.g., those that
increase T,,). Both the upper and lower limits of the length of
the primer are empirically determined. The lower limit on
primer length is the minimum length that is required to form
astable duplex upon hybridization with the target nucleic acid
under nucleic acid amplification reaction conditions. Very
short primers (usually less than 3 nucleotides long) do not
form thermodynamically stable duplexes with target nucleic
acid under such hybridization conditions. The upper limit is
often determined by the possibility of having a duplex forma-
tion in a region other than the pre-determined nucleic acid
sequence in the target nucleic acid. Generally, suitable primer
lengths are in the range of about 3 nucleotides long to about
40 nucleotides long. The “oligonucleotide primers” used in
the methods of amplification of a target nucleic acid described
herein will be of a length appropriate for a particular set of
experimental conditions. The determination of primer length
is well within the routine capabilities of those of skill in the
art. In certain embodiments described in the instant applica-
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tion the oligonucleotide primer is a hexamer, more particu-
larly a hexamer comprising at least one nucleotide analogue
that increases T,, and/or prevents primer-dimer formation.
The primers of the present disclosure may further include an
LNA nucleotide base.

As used herein, the term “random primer” or “complete
random primer” refers to a mixture of primer sequences,
generated by randomizing a nucleotide at any given location
in an oligonucleotide sequence in such a way that the given
location may consist of any of the possible nucleotides or
their analogues (e.g., complete randomization). Thus the ran-
dom primer is a random mixture of oligonucleotide
sequences, consisting of every possible combination of
nucleotides within the sequence. For example, a hexamer
random primer may be represented by a sequence NNNNNN
or (N)s. A hexamer random DNA primer consists of every
possible hexamer combinations of 4 DNA nucleotides, A, C,
G and T, resulting in a random mixture comprising 4° (4,096)
unique hexamer DNA oligonucleotide sequences. Random
primers may be effectively used to prime a nucleic acid syn-
thesis reaction when the target nucleic acid’s sequence is
unknown.

As described herein, “partially constrained primer” refers
to a mixture of primer sequences, generated by completely
randomizing some of the nucleotides of an oligonucleotide
sequence (i.e., the nucleotide may be any of A, T/U, C, G, or
their analogues) while restricting the complete randomization
of some other nucleotides (i.e., the randomization of nucle-
otides at certain locations are to a lesser extent than the
possible combinations A, T/U, C, G, or their analogues). For
example, a partially constrained DNA hexamer primer repre-
sented by WNNNNN, represents a mixture of primer
sequences wherein the 5' terminal nucleotide of all the
sequences in the mixture is either A or T. Here, the 5' terminal
nucleotide is constrained to two possible combinations (A or
T) in contrast to the maximum four possible combinations (A,
T, G or C) of a completely random DNA primer (NNNNNN).
Suitable primer lengths of a partially constrained primer may
be in the range of about 3 nucleotides long to about 15 nucle-
otides long.

As described herein, the term “partially constrained primer
having a terminal mismatch primer-dimer structure” refers to
a partially constrained primer sequence, wherein when two
individual primer sequences in the partially constrained
primer hybridize each other inter-molecularly, with an inter-
nal homology of three or more nucleotides, to form a primer-
dimer structure having no recessed ends, or a primer-dimer
structure having a single-nucleotide base 3' recessed ends, or
a primer-dimer structure having a two-nucleotide base 3'
recessed ends, there exists a nucleotide mismatch (i.e., nucle-
otides do not base-pair) at both the 3' terminal nucleotides in
the primer-dimer structure. For example, a partially con-
strained pentamer primer represented by WNNNS provides a
terminal mismatch at both the 3' terminal nucleotides when it
is inter-molecularly hybridized to form a primer-dimer struc-
ture having no recessed ends. In the primer-dimer structure,
there exists an internal homology of three nucleotides (i.e.,
the three random nucleotides in WNNNS may base-pair with
each other when the primer-dimer structure having no
recessed ends is formed by inter-molecular hybridization).
However, this primer example does not provide a terminal
mismatch when it is inter-molecularly hybridized to form a
primer-dimer structure with single-nucleotide base 3'
recessed ends. Similarly, a partially constrained hexamer
primer represented by WWNNNS provides a terminal mis-
match at both the 3' terminal nucleotides when it is inter-
molecularly hybridized to form a primer-dimer structure hav-
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ing no recessed ends. Moreover, this primer example provides
a terminal mismatch at both the 3' terminal nucleotides even
when it is inter-molecularly hybridized to form a primer-
dimer structure having a single-nucleotide base 3' recessed
ends. A partially constrained heptamer primer represented by
WWWNNNS provides a terminal mismatch at both the 3'
terminal nucleotides when it is inter-molecularly hybridized
to form a primer-dimer structure having no recessed ends.
Further, this primer example provides a terminal mismatch at
both the 3' terminal nucleotides when it is inter-molecularly
hybridized to form a primer-dimer structure having a single-
nucleotide base 3' recessed ends, or to form a primer-dimer
structure having a two-nucleotide base 3' recessed ends.

As used herein, the term “plasmid” refers to an extra-
chromosomal nucleic acid that is separate from a chromo-
somal nucleic acid. A plasmid DNA may be capable of rep-
licating independently of the chromosomal nucleic acid
(chromosomal DNA) in a cell. Plasmid DNA is often circular
and double-stranded.

As used herein, the terms “amplification”, “nucleic acid
amplification”, or “amplifying” refer to the production of
multiple copies of a nucleic acid template, or the production
of'multiple nucleic acid sequence copies that are complemen-
tary to the nucleic acid template. These terms may be used
interchangeably in this application.

As used herein, the term “target nucleic acid” refers to a
nucleic acid that is desired to be amplified in a nucleic acid
amplification reaction. For example, the target nucleic acid
comprises a nucleic acid template.

As used herein, the term “DNA polymerase” refers to an
enzyme that synthesizes a DNA strand de novo using a
nucleic acid strand as a template. DNA polymerase uses an
existing DNA or RNA as the template for DNA synthesis and
catalyzes the polymerization of deoxyribonucleotides along-
side the template strand, which it reads. The newly synthe-
sized DNA strand is complementary to the template strand.
DNA polymerase can add free nucleotides only to the 3'-hy-
droxyl end of the newly forming strand. It synthesizes oligo-
nucleotides via transfer of a nucleoside monophosphate from
a deoxyribonucleoside triphosphate (ANTP) to the 3'-hy-
droxyl group of a growing oligonucleotide chain. This results
in elongation of the new strand in a 5'—3' direction. Since
DNA polymerase can only add a nucleotide onto a pre-exist-
ing 3'-OH group, to begin a DNA synthesis reaction, the DNA
polymerase needs a primer to which it can add the first nucle-
otide. Suitable primers comprise oligonucleotides of RNA or
DNA. The DNA polymerases may be a naturally occurring
DNA polymerases or a variant of natural enzyme having the
above-mentioned activity. For example, it may include a
DNA polymerase having a strand displacement activity, a
DNA polymerase lacking 5'—3' exonuclease activity, a DNA
polymerase having a reverse transcriptase activity, or a DNA
polymerase having an endonuclease activity.

As used herein the term “proofreading DNA polymerase”
refers to any DNA polymerase that is capable of correcting its
errors while performing DNA synthesis. A proofreading
DNA polymerase possesses a 3'—=5' exonuclease activity
apart from its polymerase activity, and this exonuclease activ-
ity is referred as proofreading activity. Proofreading activity
of such polymerases correct mistakes in the newly synthe-
sized DNA. During DNA synthesis, when an incorrect base
pair is recognized, the proofreading DNA polymerase
reverses its direction by one base pair of DNA. The 3'—=5'
exonuclease activity (proofreading activity) of the enzyme
allows the incorrect nucleotide base pair to be excised. Fol-
lowing the nucleotide base excision, the polymerase re-in-
serts the correct nucleotide base, and continues the DNA
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synthesis. When free dNTPs are present in the solution or
reaction mixture suitable for DNA synthesis, the primary
activity of the proofreading DNA polymerase is DNA syn-
thesis. However, when dNTPs are not available for the DNA
synthesis reaction, the primary activity of the proofreading
DNA polymerase may be its 3'—=5' exonuclease activity.
Some of the proofreading DNA polymerases may require the
presence of a divalent cation for their proofreading activity as
well as for their polymerase activity. Suitable divalent cations
that can switch on the proofreading activity of the proofread-
ing polymerases include, but are not limited to, magnesium or
manganese.

As used herein, “a strand displacing nucleic acid poly-
merase” refers to a nucleic acid polymerase that has a strand
displacement activity apart from its nucleic acid synthesis
activity. That is, a strand displacing nucleic acid polymerase
can continue nucleic acid synthesis on the basis of the
sequence of a nucleic acid template strand (i.e., reading the
template strand) while displacing a complementary strand
that had been annealed to the template strand.

As used herein, the term “complementary,” when used to
describe a first nucleic acid/oligonucleotide sequence in rela-
tion to a second nucleic acid/oligonucleotide sequence, refers
to the ability of a oligonucleotide comprising the first nucleic
acid/oligonucleotide sequence to hybridize (e.g., to form a
duplex structure) under certain hybridization conditions with
an oligonucleotide comprising the second nucleic acid/oligo-
nucleotide sequence. Hybridization occurs by base pairing of
nucleotides (complementary nucleotides). Base pairing of the
nucleotides may occur via Watson-Crick base pairing, non-
Watson-Crick base pairing, or base pairing formed by non-
natural/modified nucleotides.

As used herein the term “high stringency hybridization
conditions” or “high stringent hybridization conditions” refer
to conditions that impart a higher stringency to an nucleic acid
hybridization event than the stringency provided by condi-
tions that are generally used for nucleic acid amplification
reactions. For example, a high stringency hybridization con-
dition may be accomplished in a nucleic acid amplification
reaction by increasing the reaction temperature or by decreas-
ing the salt concentration. Nucleic acid amplification reac-
tions containing short primers are often carried out at about 75
mM salt concentration. In contrast, a nucleic acid amplifica-
tion reaction performed at about 15 mM salt concentration
may represent a high stringency hybridization condition.
High stringency hybridization condition may be provided in
an in-vitro isothermal nucleic acid amplification reaction by
increasing the temperature from about 30° C., which is often
used. For example, the isothermal nucleic acid amplification
reaction may be performed at about 35° C. to about 45° C. to
provide a high stringency hybridization condition.

As used herein, the term “rolling circle amplification
(RCA)” refers to a nucleic acid amplification reaction that
amplifies a circular nucleic acid template (e.g., single
stranded DNA circles) via a rolling circle mechanism. Roll-
ing circle amplification reaction may be initiated by the
hybridization of a primer to a circular, often single-stranded,
nucleic acid template. The nucleic acid polymerase then
extends the primer that is hybridized to the circular nucleic
acid template by continuously progressing around the circu-
lar nucleic acid template to replicate the sequence of the
nucleic acid template over and over again (rolling circle
mechanism). The rolling circle amplification typically pro-
duces concatamers comprising tandem repeat units of the
circular nucleic acid template sequence. The rolling circle
amplification may be a linear RCA (LRCA), exhibiting linear
amplification kinetics (e.g., RCA using a single specific
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primer), or may be an exponential RCA (ERCA) exhibiting
exponential amplification kinetics. Rolling circle amplifica-
tion may also be performed using multiple primers (multiply
primed rolling circle amplification or MPRCA) leading to
hyper-branched concatamers. For example, in a double-
primed RCA, one primer may be complementary, as in the
linear RCA, to the circular nucleic acid template, whereas the
other may be complementary to the tandem repeat unit
nucleic acid sequences of the RCA product. Consequently,
the double-primed RCA may proceed as a chain reaction with
exponential (geometric) amplification kinetics featuring a
ramifying cascade of multiple-hybridization, primer-exten-
sion, and strand-displacement events involving both the prim-
ers. This often generates a discrete set of concatemeric,
double-stranded nucleic acid amplification products. The
rolling circle amplification may be performed in-vitro under
isothermal conditions using a suitable nucleic acid poly-
merase such as Phi29 DNA polymerase.

As used herein, multiple displacement amplification
(MDA) refers to a nucleic acid amplification method, wherein
the amplification involves the steps of annealing primers to a
denatured nucleic acid followed by a strand displacement
nucleic acid synthesis. As nucleic acid is synthesized by
strand displacement, a gradually increasing number of prim-
ing events occur, forming a network of hyper-branched
nucleic acid structures. MDA is highly useful for whole-
genome amplification for generating high-molecular weight
DNA with limited sequence bias from a small amount of
genomic DNA sample. Strand displacing nucleic acid poly-
merases such as Phi29 DNA polymerase or large fragment of
the Bst DNA polymerase may be used in multiple displace-
ment amplification. MDA is often performed under isother-
mal reaction conditions, and random primers are used in the
reaction for achieving amplification with limited sequence
bias.

As used herein the term “reaction mixture” refers to the
combination of reagents or reagent solutions, which are used
to carry out a chemical analysis or a biological assay. In some
embodiments, the reaction mixture comprises all necessary
components to carry out a nucleic acid (DNA) synthesis/
amplification reaction.

As used herein, the terms “reagent solution” or “solution
suitable for performing a DNA synthesis reaction” or “ampli-
fication solution” refer to any or all solutions, which are
typically used to perform an amplification reaction or DNA
synthesis. They include, but are not limited to, solutions used
in isothermal DNA amplification methods, solutions used in
PCR amplification reactions, or the like. The solution suitable
for DNA synthesis reaction may comprise buffer, salts, and/or
nucleotides. It may further comprise primers and/or a DNA
template to be amplified.

In some embodiments, kits for nucleic acid amplification
are provided. The kits contain reagents, packaged together,
that are required to practice the presently described methods
of nucleic acid amplification. In one embodiment, the kit
comprises a nucleic acid polymerase, the nucleotide ana-
logues described above (e.g., 2-amino-dA and 2-thio-dT),
and LNA bases. The nucleic acid polymerase and the other
reagents may be packaged in a single vessel or they may be
packaged in separate vessels.

In one embodiment, the kit comprises a Phi29 DNA poly-
merase and a partially constrained primer having a terminal
mismatch primer-dimer structure, packaged together. The
partially constrained primer in the kit may comprise a nucle-
otide analogue, such as a LNA nucleotide. In some embodi-
ments, the partially constrained primer is a DNA-LNA chi-
mera primer. The partially constrained primer in the kit may
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be a nuclease-resistant primer, for example, an exonuclease-
resistant primer. These exonuclease-resistant primers in the
kit may contain one or more phosphorothioate linkages
between the nucleotides. In one embodiment, the kit com-
prises 5'-+W+WNNN#*S-3' where “+” precedes a locked
nucleic acid base (i.e., “an LNA base”; for example, +A=an
adenosine LNA molecule and similarly for the other nucle-
otides), “W” represents a mixture of only dA and dT, “S”
represents a mixture of only dC and dG, the “*” represents a
phosphorothioate linkage between the two nucleotides, and a
Phi29 DNA polymerase.

In a further embodiment, the kit comprises random hex-
amers for performing the GenomiPhi AT methods described
herein. Specifically, such kits comprise modified hexamers
are of the general formula: +N+N(atN)(atN)(atN)*N,
wherein “+” precedes an LNA base, as described above, and
(atN) represents a random mixture of 2-amino-dA, dC, dG,
and 2-thio-dT. Alternatively, these kits may comprise hexam-
ers represented by the formula (atN)(atN)(atN)(atN)(atN)*N.

The kit may further comprise reagents or reagent solutions
required for performing a nucleic acid amplification reaction.
It may further include an instruction manual detailing the
specific components included in the kit, or the methods for
using them in nucleic acid amplification reactions, or both.

The following examples are offered by way of illustration
and not by way of limitation:

EXAMPLES
Example 1
Improvement in MDA Speed and Sensitivity

Amplification reactions were performed using the standard
GenomiPhi™ kit with the hexamer sequence NNNN*N*N
and 75 mM KCl or utilizing the “cleaned” GenomiPhi (see,
for example, U.S. Patent Application Publication No. 2009/
0155859), GenomiPhi SD (e.g., U.S. Pat. No. 7,993,839), or
GenomiPhi AT formulations. Real-time amplification was
performed by adding a small amount of SYBR green I to the
amplification mixture and monitoring fluorescence increase
over time in a Tecan plate reader using a dilution series of
Bacillus subtilis chromosomal DNA. A no template control
was also analyzed (NTC).

The threshold time for DNA amplification signal to
increase over background for each reaction was plotted out
versus the amount of DNA added as input template into the
reaction. Reactions containing primers with LNA and amino-
A/thio-T showed an approximately 10 fold increase in ampli-
fication kinetics. The results are summarized in FIGS. 3A and
3B.

Example 2

Oligonucleotides Containing 2-Amino-dA and
2-Thio-dT Improve MDA Coverage and Overall
Amplification Bias

Standard GenomiPhi™ reactions or MDA reactions with
the indicated formulations were performed with 100 pg B.
subtilis input DNA. Total amplification in the reactions was
approximately 20.000-fold. Amplified DNA was processed
into libraries and subjected to Illumina GA whole-genome
sequencing with a 51 nucleotide read length. 8-10 million
reads for each sample were mapped to the B. subtilis refer-
ence genome. FIG. 4A provides a histogram that maps cov-
erage level across the length of the genome. Relative standard
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deviations were calculated by the following formula: cover-
age standard deviation/mean coverage®100. The number of
coverage gaps and the average lengths of those gaps are also
indicated. FIG. 4B provides bar graphs comparing the formu-
lations.

Example 3

Oligonucleotides Containing 2-Amino-dA and
2-Thio-dT Improve MDA Sequence Bias

For the amplification reactions described in Example 3, the
coverage level was determined for each 100 base pair window
of the genome. GC content of the windows was plotted
against the fractional coverage of windows that had that GC
content. The results are presented in FIG. 5 and indicate that
the inclusion of amino-A/thio-T and LNA nucleotides in the
amplification primer provide both increased representative
amplification and decreased amplification bias.

Example 4

Amplification of Single Bacterial Cells Using the
GenomiPhi AT Formulation

Amplification reactions were performed using the
improved GenomiPhi AT formulation. Real-time amplifica-
tion was performed by adding a small amount of SYBR green
1 to the amplification mixture and monitoring fluorescence
increase over time in a Tecan plate reader. E. coli cells were
diluted with a buffer containing 10 mM Tris, pH 7.5, 100 mM
NaCl, and 0.1 mM EDTA, stained with FM1-43FX dye (In-
vitrogen), spotted into wells of a 384-well plate, and cells
were counted using an inverted Fluorescent microscope (Ni-
kon). Cells were lysed by addition of 1 pl of 0.2 M NaOH,
0.015% Tween-20, incubated for 10 min at room temperature,
and neutralized by addition 0of 0.5 pl of 0.4 M HC1, 0.6 M Tris,
pH 7.5. To this mixture was added the amplification reagents
and reactions were incubated at 30° C. for the indicated times.
A no template control was also analyzed (NTC). The results
are summarized in FIG. 6A.

PCR was performed using 168 ready-made primers (NEB)
and Amplitaq Gold reagents (Invitrogen) according to the
manufacturer’s instructions. DNA was analyzed by 1% aga-
rose gel electrophoresis, stained with SYBR gold (Invitro-
gen), and visualized by scanning with a Typhoon imager (GE
Healthcare). See FIG. 6B.

Amplified DNA was processed and subjected to Illumina
GA whole-genome sequencing as described above. A histo-
gram of coverage levels, the percent of reads mapped, and
genome coverage levels are plotted in FIG. 6C.

All publications, patents, and patent applications men-
tioned herein are incorporated by reference in their entirety to
the same extent as if each individual publication, patent, or
patent application was specifically and individually indicated
to be incorporated by reference.

While only certain features of the invention have been
illustrated and described herein, many modifications and
changes will occur to those skilled in the art. It is, therefore, to
be understood that the appended claims are intended to cover
all such modifications and changes as fall within the true spirit
of the invention.

The invention claimed is:

1. A method for amplifying a nucleic acid comprising:

a) providing a nucleic acid template;

b) contacting the nucleic acid template with a reaction

solution comprising a DNA polymerase, deoxyribo-
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nucleoside triphosphates, and a primer with a 3' end and
a 5' end, wherein the primer comprises a plurality of
nucleotide analogues, wherein one or more nucleotide
analogues of the plurality of nucleotide analogues
increases the melting temperature (T,,) of the primer,
one or more nucleotide analogues of the plurality of
nucleotide analogues prevents primer-dimer formation,

and at least two nucleotide analogues of the plurality of

nucleotide analogues are not a 2-amino-locked nucleic
acid (LNA) nucleotide or a 2-thio-L.NA nucleotide, and
wherein one of the nucleotide analogues is 2-amino-
deoxyadenosine (2-amino-dA) and one of the nucle-
otide analogues is 2-thio-deoxythymidine (2-thio-dT),
and the 2-amino-dA increases the T,, of the primer and
both the 2-amino-dA and the 2-thio-dT prevent primer-
dimer formation, and wherein the primer is a hexamer
having the general structure of (+N)(+N)(atN)(atN)
(atN)*N, wherein N represents a nucleotide having a
nucleobase of cytosine, guanine, adenine, or thymine,
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wherein (+N) is the 5' end nucleotide and *N is the 3' end
nucleotide of the hexamer, and wherein “+” indicates an
LNA that precedes a nucleotide base, (atN) represents a
random mixture of 2-amino-dA, deoxycytidine (dC),
deoxyguanosine (dG), and 2-thio-dT, and “*” represents
a phosphorothioate linkage; and

¢) amplifying the nucleic acid template.

2. The method of claim 1, wherein amplifying the nucleic
acid template is performed under isothermal conditions.

3. The method of claim 1, wherein amplifying the nucleic
acid template is performed under high stringency conditions.

4. The method of claim 1, wherein the DNA polymerase is
phi29 DNA polymerase.

5. The method of claim 1, wherein amplifying the nucleic
acid template comprises a rolling circle amplification (RCA)
or a multiple displacement amplification (MDA).

6. The method of claim 1, wherein the method permits
amplification of a trace amount of the nucleic acid.

#* #* #* #* #*



